The 16s ribosomal ribonucleic acid oligonucleotide catalog of Listeria murrayi was found to be closely related (similarity coefficient, 0.73) to that of L. monocytogenes. These data, together with the phenotypic similarity found among all Listeria strains tested, provide no support for the exclusion of L. murrayi (and the closely related species L. gruyi) from the genus Listeria.
Listeria grayi and L . murrayi were first described by Larsen and Seeliger in 1966 and Welshimer and Meredith in 1971, respectively (22; H. E. Larsen and H. P. R. Seeliger, 13-oc. 3rd Int. Symp. Listeriosis). According to Bergey's Manual of Systematic Bacteriology, vol. 2 (15), L. grayi and 1:. murrayi are considered as species incertae sedis, reflecting the long-controversial view about the taxonomic position of these two species. This originated from low deoxyribonucleic acid (DNA) homology values observed by Stuart and Welshimer between L. grayi and L. murrayi on the one hand and L. monocytogenes on the other (20). These results were later confirmed (average of relative binding ratios ranging from 1 to 16%) (12) . On the basis of percentage of DNA homology and phenotypic similarity, Stuart and Welshimer proposed to transfer L. grayi and L. murrayi to a new genus, "Murraya" (21), with "M. grayi" as the type species, divided into two subspecies, "M. grayi subsp. grayi" and "M. grayi subsp. murrayi." The two taxa shared an average DNA homology value of 68% (20) . These names were not included in the Approved Lists of Bacterial Names (16) and have not been validated by publication or announcement in the International Journal of Systematic Bacteriology -In all numerical taxonomic studies, L . grayi (7, 19, 21, 23) and L . murrayi (21, 23) have been closely grouped with strains of L. monocytogenes at similarity values from 81 to 8#7%. These clusters never appeared intermixed with strains from other genera. When the phenotypic analyses of Listeria strains were extended to chemotaxonomic properties, the similarities increased significantly among all members of this genus, which includes, in addition to the above-mentioned species, L. innocua, L. ivanovii, L . welshimeri, and L . seeligeri (L. denitri$cans has recently been proposed as Jonesia denitrifzcans [13] ). Listeria species (except L. denitr$cans) possess lipoteichoic acids (14), teichoic acids of the polyribitol phosphate type (3), peptidoglycan of the A1 gamma variation (2,3), and nonhydrogenated menaquinones of the MK-7 type (1). Those Listeria strains which have been investigated show the same fatty acid composition (11 the higher values are mentioned in Bergey's Manual of Systematic Bacteriology, vol. 2 (20) .
Besides the described differences in the moles percent guanine-plus-cytosine content of DNA, other features supporting the genomic distinctness of the L. grayi and L. murrayi pair within the genus Listeria are presently limited to electrophoretograms of whole-cell proteins (8), a small number of biochemical reactions (15), the nature of the substitutions of the lipoteichoic acids (14), and antigenic structure (15).
DNA homology values of less than 15% can be interpreted in terms of distantly related species of a genus as well as species belonging to different genera. Since the proposal of Stuart and Welshimer in 1974 (21), new methodologies, e.g., ribosomal ribonucleic acid cistron similarity studies and partial or complete ribosomal ribonucleic acid sequencing, have been introduced in bacterial systematics which allow determination of moderate phylogenetic relationships more reliably than does DNA-DNA reassociation. To evaluate thoroughly the genomic distance existing between L. monocytogenes and a member of the formerly proposed genus "Murraya," the 16s ribosomal ribonucleic acid cataloging approach (5) was applied to L. murrayi CIP (Collection of the Institute Pasteur) 76124= by using the methods described by Stackebrandt et al. (18) , and the catalog was compared to that of L. monocytogenes (10) ( Table 1 ). The similarity coefficient ( S m value) for the two Listeria species is 0.73, which falls into the range of values found within other genera of aerobic organisms, e.g., Staphylococcus (9), Bacillus (6), Arthrobacter, and Micrococcus (17). The SAB values for L. monocytogenes and L. murrayi and their most closely related neighbor, Brochothrix thermosphacta, are 0.56 and 0.54, respectively.
The results of 16s ribosomal ribonucleic acid cataloging showed clearly that L. murrayi belongs to the L. monocytogenes-Brochothrix thermosphacta subbranch. The present results provide no support for the exclusion of L. murrayi from the genus Listeria. Since a fairly good correlation between S m values above 0.75 and DNA homology values above 15% has been demonstrated (4) by DNA relatedness studies (12, 20), we assume that L. ivanovii, L . innocua, L. welshimeri, and L . seeligeri would likely branch with L. monocytogenes at S a values above 0.8 and that L . grayi would likely branch with L. murrayi at an SAB value above 0.9. Therefore, the genus Listeria embraces two closely related but obviously distinct lines of descent.
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